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 Supporting table: Table S1 
Table S1: Complete list of identified proteins for trypsin digestion. 
 
Accession Name MW Mascot Peptides SC [%] RMS90
[kDa] Score [ppm]
sp|A1E9J1|PSAA_HORVU Photosystem I P700 chlorophyll a apoprotein A1 OS=Hordeum vulgare GN=psaA PE=3 SV=1 PsaA 83,1 789 83 21,3 1,3
tr|F2D932|F2D932_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NDF2 38,0 720 70 36,0 1,0
tr|F2D3G1|F2D3G1_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NDF1 1/4 51,6 605 60 21,1 1,0
ATCG00340.1 | Symbols: PSAB | Photosystem I, PsaA/PsaB protein | chrC:37375-39579 REVERSE LENGTH=734 82,4 493 51 13,4 0,7
sp|O98691|NDHH_HORVU NAD(P)H-quinone oxidoreductase subunit H, chloroplastic OS=Hordeum vulgare GN=ndhH PE=3 SV=1 NdhH 1/1 45,6 416 54 24,2 1,5
tr|M0XNR3|M0XNR3_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 NdhN 1/3 18,8 397 46 61,0 1,2
tr|F2EJP2|F2EJP2_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 PsaD 21,9 393 53 47,3 1,4
P00761 SWISS-PROT:P00761|TRYP_PIG Trypsin - Sus scrofa (Pig). 24,4 360 38 22,1 1,1
tr|M0V8T9|M0V8T9_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=3 SV=1 Lhca1 26,6 342 38 30,4 0,9
tr|F2D9M7|F2D9M7_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 Lhca3 29,3 341 31 23,8 0,7
tr|M0W877|M0W877_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 Lhca4 19,1 312 34 27,9 1,0
sp|P23993|PSAL_HORVU Photosystem I reaction center subunit XI, chloroplastic OS=Hordeum vulgare GN=PSAL PE=1 SV=1 22,2 262 24 30,6 1,9
P04264 SWISS-PROT:P04264 Tax_Id=9606 Gene_Symbol=KRT1 Keratin, type II cytoskeletal 1 66,0 245 21 9,3 1,2
tr|M0XHH9|M0XHH9_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=3 SV=1 Lhca2 27,3 240 15 12,9 0,8
tr|M0VHJ2|M0VHJ2_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 NdhM 1/4 15,2 239 22 37,2 1,0
tr|F2CPQ4|F2CPQ4_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NDF6 19,9 238 16 32,6 0,9
tr|M0XDE0|M0XDE0_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PPL2 25,5 231 31 15,3 1,4
sp|Q85XC3|NDHK_HORVU NAD(P)H-quinone oxidoreductase subunit K, chloroplastic OS=Hordeum vulgare GN=ndhK PE=1 SV=2 NdhK 1/1 25,2 228 25 17,3 2,2
tr|F2E4W0|F2E4W0_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 PsaF 22,2 220 21 14,5 2,1
sp|P92432|NU1C_HORVU NAD(P)H-quinone oxidoreductase subunit 1, chloroplastic OS=Hordeum vulgare GN=ndhA PE=2 SV=4 NdhA 1/1 40,3 214 14 9,7 1,2
ENSEMBL:ENSBTAP00000038253 (Bos taurus) 63 kDa protein 63,1 185 16 6,6 1,4
tr|M0UPG7|M0UPG7_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=3 SV=1 Lhca5 27,6 182 12 16,3 0,7
tr|F2DIC1|F2DIC1_HORVD Peptidyl-prolyl cis-trans isomerase (Fragment) OS=Hordeum vulgare var. distichum PE=2 SV=1 FKBP16-2 23,0 182 19 23,8 1,2
tr|M0YUC4|M0YUC4_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PsaE 15,4 181 20 42,9 1,3
tr|M0YAU7|M0YAU7_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PsaK 13,7 175 17 34,4 1,3
sp|O03060|NU4C_HORVU NAD(P)H-quinone oxidoreductase chain 4, chloroplastic OS=Hordeum vulgare GN=ndhD PE=2 SV=2 NdhD 1/1 56,3 168 12 6,4 1,1
tr|F2DY44|F2DY44_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NdhU 24,6 168 15 18,4 1,3
tr|M0USN8|M0USN8_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 NdhO 1/4 17,0 163 17 25,2 0,5
tr|F2CTW7|F2CTW7_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 PQL 23,9 147 22 16,2 1,3
tr|M0WPH0|M0WPH0_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PsaH 11,4 147 25 23,1 1,5
P07477 SWISS-PROT:P07477 Tax_Id=9606 Gene_Symbol=PRSS1 Trypsin-1 precursor 26,5 139 30 7,3 1,6
tr|F2CTD7|F2CTD7_HORVD Peptidyl-prolyl cis-trans isomerase OS=Hordeum vulgare var. distichum PE=2 SV=1 CYP20-2 1/3 25,8 134 13 18,1 1,1
tr|M0V4V6|M0V4V6_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=3 SV=1 Lhca6 30,0 114 16 11,4 1,6
P13645 SWISS-PROT:P13645 Tax_Id=9606 Gene_Symbol=KRT10 Keratin, type I cytoskeletal 10 59,5 108 7 4,4 1,1
ATCG01090.1 | Symbols: NDHI | NADPH dehydrogenases | chrC:119244-119762 REVERSE LENGTH=172 20,1 106 13 15,1 1,4
tr|M0VEF6|M0VEF6_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum GN=ndhJ PE=3 SV=1 NdhJ 2/2 19,0 105 13 17,9 0,9
tr|M0YYL3|M0YYL3_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PsaG 9,1 84 6 23,2 1,1
tr|M0XTT4|M0XTT4_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PQL 12,5 79 9 15,2 1,2
tr|F2CUR7|F2CUR7_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NdhL 22,2 69 7 9,9 2,0
P00766 SWISS-PROT:P00766 Chymotrypsinogen A - Bos taurus (Bovine). 25,6 67 4 9,8 0,9
AT1G29910.1 | Symbols: CAB3, AB180, LHCB1.2 | chlorophyll A/B binding protein 3 | chr1:10472443-10473246 REVERSE LENGTH=267 28,2 62 6 3,7 0,7
AT2G43030.1 | Symbols:  | Ribosomal protein L3 family protein | chr2:17894898-17895713 FORWARD LENGTH=271 29,3 61 1 4,8 1,6
 Supporting table: Table S2 
Table S2: Complete list of identified proteins for chymotrypsin digestion. 
 
 
Accession Name MW Mascot Peptides SC [%] RMS90
[kDa] Score [ppm]
P00766 SWISS-PROT:P00766 Chymotrypsinogen A - Bos taurus (Bovine). 25,6 1827 321 73,1 1,5
tr|M0Y678|M0Y678_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PsaF 21,4 563 57 29,9 1,5
ATCG00340.1 | Symbols: PSAB | Photosystem I, PsaA/PsaB protein | chrC:37375-39579 REVERSE LENGTH=734 82,4 449 39 14,7 1,6
tr|F2D3G1|F2D3G1_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NDF1 1/4 51,6 401 34 26,0 0,9
sp|A1E9J1|PSAA_HORVU Photosystem I P700 chlorophyll a apoprotein A1 OS=Hordeum vulgare GN=psaA PE=3 SV=1 PsaA 83,1 355 31 12,7 1,6
tr|F2EJP2|F2EJP2_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 PsaD 21,9 326 47 41,0 1,6
tr|F2D932|F2D932_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NDF2 38,0 308 32 22,7 1,2
sp|O98691|NDHH_HORVU NAD(P)H-quinone oxidoreductase subunit H, chloroplastic OS=Hordeum vulgare GN=ndhH PE=3 SV=1 NdhH 1/1 45,6 290 21 27,2 1,9
sp|Q85XC3|NDHK_HORVU NAD(P)H-quinone oxidoreductase subunit K, chloroplastic OS=Hordeum vulgare GN=ndhK PE=1 SV=2 NdhK 1/1 25,2 213 22 16,9 1,8
tr|M0XDE0|M0XDE0_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PPL2 25,5 185 15 21,0 1,9
tr|M0WPH0|M0WPH0_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PsaH 11,4 180 24 29,6 1,4
tr|M0USN8|M0USN8_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 NdhO 1/4 17,0 169 9 21,3 2,4
sp|P23993|PSAL_HORVU Photosystem I reaction center subunit XI, chloroplastic OS=Hordeum vulgare GN=PSAL PE=1 SV=1 22,2 168 13 15,8 1,6
sp|O03060|NU4C_HORVU NAD(P)H-quinone oxidoreductase chain 4, chloroplastic OS=Hordeum vulgare GN=ndhD PE=2 SV=2 NdhD 1/1 56,3 160 11 8,0 1,3
ATCG01100.1 | Symbols: NDHA | NADH dehydrogenase family protein | chrC:119847-122009 REVERSE LENGTH=360 40,0 141 10 11,7 1,5
tr|M0XHH9|M0XHH9_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=3 SV=1 Lhca2 27,3 138 13 9,4 0,9
tr|M0V8T9|M0V8T9_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=3 SV=1 Lhca1 26,6 138 19 17,0 1,7
tr|M0VEF6|M0VEF6_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum GN=ndhJ PE=3 SV=1 NdhJ 2/2 19,0 132 15 19,1 1,0
tr|M0V4V6|M0V4V6_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=3 SV=1 Lhca6 30,0 127 10 8,1 2,1
tr|F2CTW7|F2CTW7_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 PQL 23,9 127 10 17,6 1,5
tr|M0UPG6|M0UPG6_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 Lhca5 16,9 123 9 25,9 1,0
tr|M0YUC4|M0YUC4_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PsaE 15,4 117 16 32,7 1,3
tr|F2CTD7|F2CTD7_HORVD Peptidyl-prolyl cis-trans isomerase OS=Hordeum vulgare var. distichum PE=2 SV=1 CYP20-2 1/3 25,8 112 9 15,6 0,9
tr|F2CRC1|F2CRC1_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 Lhca4 26,7 111 9 8,6 2,2
tr|F2D6X3|F2D6X3_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NdhU 24,6 102 9 18,0 1,6
tr|M0XNR3|M0XNR3_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 NdhN 1/3 18,8 99 8 14,0 2,6
tr|F2DE22|F2DE22_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 PsaG 15,1 91 8 11,9 3,2
tr|F2D9M7|F2D9M7_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 Lhca3 29,3 89 8 8,9 0,7
tr|M0VHJ2|M0VHJ2_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 NdhM 1/4 15,2 85 9 20,9 1,7
tr|F2DWH9|F2DWH9_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NDH18 24,9 81 5 15,3 2,9
tr|F2CPQ4|F2CPQ4_HORVD Predicted protein OS=Hordeum vulgare var. distichum PE=2 SV=1 NDF6 19,9 81 6 22,5 1,6
tr|M0YAU7|M0YAU7_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PsaK 13,7 75 9 13,0 1,3
tr|F2DIC1|F2DIC1_HORVD Peptidyl-prolyl cis-trans isomerase (Fragment) OS=Hordeum vulgare var. distichum PE=2 SV=1 FKBP16-2 23,0 57 7 7,0 0,8
AT1G29910.1 | Symbols: CAB3, AB180, LHCB1.2 | chlorophyll A/B binding protein 3 | chr1:10472443-10473246 REVERSE LENGTH=267 28,2 51 5 3,7 2,3
tr|M0XTT4|M0XTT4_HORVD Uncharacterized protein OS=Hordeum vulgare var. distichum PE=4 SV=1 PQL 12,5 49 5 11,6 1,9
sp|A1E9J6|NU3C_HORVU NAD(P)H-quinone oxidoreductase subunit 3, chloroplastic OS=Hordeum vulgare GN=ndhC PE=3 SV=1 NdhC 1/1 13,7 47 4 9,2 3,3
AT2G43030.1 | Symbols:  | Ribosomal protein L3 family protein | chr2:17894898-17895713 FORWARD LENGTH=271 29,3 47 5 4,8 1,1
